Beneficial Impacts of Incorporating the Non-Natural Amino Acid Azulenyl-Alanine into the Trp-Rich Antimicrobial Peptide buCATHL4B. by D\u27Souza, Areetha R et al.
Rowan University 
Rowan Digital Works 
Faculty Scholarship for the College of Science & 
Mathematics College of Science & Mathematics 
3-12-2021 
Beneficial Impacts of Incorporating the Non-Natural Amino Acid 
Azulenyl-Alanine into the Trp-Rich Antimicrobial Peptide 
buCATHL4B. 
Areetha R D'Souza 
Matthew R Necelis 
Alona Kulesha 
Gregory A. Caputo 
Rowan University, caputo@rowan.edu 
Olga V Makhlynets 
Follow this and additional works at: https://rdw.rowan.edu/csm_facpub 
 Part of the Chemistry Commons 
Recommended Citation 
D’Souza, Areetha R., Matthew R. Necelis, Alona Kulesha, Gregory A. Caputo, and Olga V. Makhlynets 2021. 
"Beneficial Impacts of Incorporating the Non-Natural Amino Acid Azulenyl-Alanine into the Trp-Rich 
Antimicrobial Peptide buCATHL4B" Biomolecules 11, no. 3: 421. https://doi.org/10.3390/biom1103042 
This Article is brought to you for free and open access by the College of Science & Mathematics at Rowan Digital 
Works. It has been accepted for inclusion in Faculty Scholarship for the College of Science & Mathematics by an 
authorized administrator of Rowan Digital Works. 
biomolecules
Article
Beneficial Impacts of Incorporating the Non-Natural Amino
Acid Azulenyl-Alanine into the Trp-Rich Antimicrobial
Peptide buCATHL4B
Areetha R. D’Souza 1, Matthew R. Necelis 2, Alona Kulesha 1 , Gregory A. Caputo 2,3
and Olga V. Makhlynets 1,*


Citation: D’Souza, A.R.; Necelis,
M.R.; Kulesha, A.; Caputo, G.A.;
Makhlynets, O.V. Beneficial Impacts
of Incorporating the Non-Natural
Amino Acid Azulenyl-Alanine into
the Trp-Rich Antimicrobial Peptide





Received: 15 February 2021
Accepted: 9 March 2021
Published: 12 March 2021
Publisher’s Note: MDPI stays neutral
with regard to jurisdictional claims in
published maps and institutional affil-
iations.
Copyright: © 2021 by the authors.
Licensee MDPI, Basel, Switzerland.
This article is an open access article
distributed under the terms and
conditions of the Creative Commons
Attribution (CC BY) license (https://
creativecommons.org/licenses/by/
4.0/).
1 Department of Chemistry, Syracuse University, 111 College Place, Syracuse, NY 13244, USA;
ardsouza@syr.edu (A.R.D.); akulesha@syr.edu (A.K.)
2 Department of Chemistry & Biochemistry, Rowan University, Glassboro, NJ 08028, USA;
neceli48@students.rowan.edu (M.R.N.); caputo@rowan.edu (G.A.C.)
3 Department of Molecular & Cellular Biosciences, Rowan University, Glassboro, NJ 08028, USA
* Correspondence: ovmakhly@syr.edu; Tel.: +1-315-443-1979
Abstract: Antimicrobial peptides (AMPs) present a promising scaffold for the development of potent
antimicrobial agents. Substitution of tryptophan by non-natural amino acid Azulenyl-Alanine
(AzAla) would allow studying the mechanism of action of AMPs by using unique properties of
this amino acid, such as ability to be excited separately from tryptophan in a multi-Trp AMPs and
environmental insensitivity. In this work, we investigate the effect of Trp→AzAla substitution in
antimicrobial peptide buCATHL4B (contains three Trp side chains). We found that antimicrobial and
bactericidal activity of the original peptide was preserved, while cytocompatibility with human cells
and proteolytic stability was improved. We envision that AzAla will find applications as a tool for
studies of the mechanism of action of AMPs. In addition, incorporation of this non-natural amino
acid into AMP sequences could enhance their application properties.
Keywords: antimicrobial peptides; fluorescence; lipid binding; buCATHL4B; non-natural amino
acids; protease resistance; membrane permeabilization
1. Introduction
Antimicrobial peptides (AMPs) have been an area of intensive and multidisciplinary
investigation through the last three decades. The interest in these peptides is driven by
multiple factors including the small size, high selectivity, low cytotoxicity, and broad
evolutionary presence in higher organisms. Importantly, these AMPs have also been of
great interest due to the potential pharmaceutical applications noting the duration of these
molecules throughout evolution, indicating a low potential for resistance development.
More recently, novel applications beyond the traditional pharmaceutical approach have
begun to develop using AMPs as components of hydrogels and as antimicrobial surface
coatings [1].
A major area of interest in AMPs is the design and development of novel molecules
with high activity and bioavailability but with low toxicity to the host. In this pursuit,
numerous groups have studied AMPs from a variety of sources to gain insights into
the structure–activity relationships within these peptides [2–5]. However, despite this
sustained effort over the past 30 years, there has been no consensus sequence identified
or reliable prediction methods for the design of new AMPs. Generally, the majority of
these peptides are found to be cationic and amphiphilic, containing a significant number
of hydrophobic amino acids, and act via a membrane-disrupting mechanism [6,7]. This
membrane disruption is driven by the peptide adopting a facially amphiphilic alpha-helix
on the membrane surface which allows the hydrophobic amino acids to insert into the core
of the lipid membrane, causing destabilization.
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Equally important in the development and application of novel AMPs as therapeutics
is the relationship between selectivity, efficacy, and host cytocompatibility. Efficacy has
long been a hurdle for AMPs due to concerns of bioavailability, primarily stemming from
the natural host mechanisms for digesting proteins. One strategy that many groups have
been using to approach the bioavailability problem is the incorporation of non-natural
amino acids which may be less susceptible to these proteolytic mechanisms. While this has
shown success in a number of cases, the overall understanding of the physico-chemical
properties of these amino acids is more limited compared to natural amino acids. Perhaps
the most important challenge is developing AMPs with low cytotoxicity to host cells.
While AMPs evolved to be part of the immune response in higher organisms, and are
thus biocompatible, the modification of these molecules has the potential to disrupt the
evolved balance of efficacy and cytocompatibility. Importantly, it has been shown that
increasing the hydrophobicity of AMPs and AMP-mimetics can dramatically increase
toxicity [8–11]. These changes in toxicity are likely linked to changes in binding and pore-
forming propensity as a result of the modulation of the hydrophobic balance in the peptide
as has been demonstrated for the AMP Magainin H2 [12–14]. Thus, any changes in the
AMP sequences must be carefully vetted to ensure any increases in antibacterial activity
are not concomitant with increases in broad toxicity.
More recently, AMPs that diverge from the traditional cationic amphiphilic model
have been identified including anionic AMPs and Trp-rich AMPs (tryptophan = Trp). The
Trp-rich class of AMPs has garnered significant interest as these molecules following the
general cationic-amphiphilic model of most AMPs, but with several significant differences.
First, as per the nomenclature, these peptides have multiple Trp residues in their sequences,
well above the statistically predicted number for peptides of this length. The Trp-rich class
of AMPs is generally much shorter in length than typical AMPs, often only 10–20 amino
acids long. In order to study the mechanism of action of AMPs, fluorescence provides for an
easy readout that can be monitored in a high-throughput fashion in various environments
(detergent micelles, lipid bilayers, and even in vivo). The challenge of incorporating a fluo-
rophore into a target peptide lies in balancing response with retention of natural function.
Extrinsic labeling with relatively large fluorophores engineered into a protein may perturb
its structure and function. Intrinsic fluorescent probes for such studies are of great value,
as they are potentially less disruptive to the structure of the biological object of interest.
The ability to be excited separately from all other residues, high sensitivity to the local
environment, and relatively low abundance in proteins make tryptophan particularly well
suited for such studies [15]. Moreover, the sensitivity of tryptophan to the environment [16]
and locally present quenchers offers useful information about probe localization [17,18].
However, some of Trp’s advantages can also be weaknesses in other scenarios [19]. The sen-
sitivity of Trp to both the local environment and quenchers inherently present in proteins
(or other biomolecules) can convolute the analysis of the fluorescence data. For example,
when several events (such as binding, quenching, and drastic change of local environment)
occur simultaneously and lead to concomitant change in φ (quantum yield) and λmax
(emission maximum). Additionally, sequence modifications are necessary for peptides that
contain multiple intrinsic fluorophores in order to get information for a distinct site. An
approach to address this problem is to substitute the residue of interest with a non-natural
analog, which can be selectively excited above ~310 nm, where Trp absorption is negligible.
Ideally, such substitution should only minimally perturb native peptide’s properties. This
could be achieved by developing iso- or pseudoisosteric mimics with distinct fluorescence
properties [15,20–22]. We identified azulene (Az), a pseudoisosteric hydrocarbon analog of
indole that lacks the N-H functionality (Scheme 1), which can serve as an environmentally
insensitive probe for fluorescence studies of AMPs while preserving (and even improving)
their functionality. Azulene has a number of advantages: its absorption spectrum is well
separated from all other amino acid residues, the fluorescence emission photophysics is
simple, the quantum yield value for azulene is comparable to that of tryptophan, and it
does not possess functional groups that render it sensitive to the local environment [23].
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Previously, it was demonstrated that the incorporation of AzAla into the well-characterized
venom peptide melittin did not impact the structure/function of the peptide [24]. However,
melittin is a longer, membrane-spanning peptide which forms distinct pores in the bilayer,
in contrast to the general consensus for AMPs. In this work, we synthetically incorporated
azulene into Trp-containing AMP to demonstrate that AzAla does not perturb peptide
function and could serve as a probe to dissect the roles and importance of individual Trp
residues in multi-Trp AMPs.
Scheme 1. Structures of tryptophan (Trp, W) and its analog Azulenyl-Alanine (AzAla, Z).
Using a combination of spectroscopic, microbiological, and biochemical assays, we
have characterized the AzAla-containing variants of buCATHL-4B. Most notably, while re-
taining antimicrobial activity, all of these variants show reduced cytotoxicity to mammalian
red blood cells and mouse fibroblasts.
2. Materials and Methods
2.1. Materials
Isopropyl β-D-1-thiogalactopyranoside (IPTG) (Chem-Impex Int’l., Wood Dale, IL,
USA), ortho-Nitrophenyl-β-galactoside (ONPG) (Research Products International Co.,
Mt Prospect, IL, USA), and nitrocefin (Biovision, Milpitas, CA, USA) were stored as pow-
ders at −20 ◦C and prepared fresh for each use. Fmoc-protected amino acids were pur-
chased from GL Biochem Shanghai Ltd. China and Rink Amide MBHA resin from Chem-
Impex. Trypsin powder was obtained from Amresco (Solon, OH, USA). Solid POPC lipid
(>99% purity) was purchased from Avanti Polar Lipids (Alabaster, AL, USA). Non-natural
amino acid Fmoc-β-(1-Azulenyl)-L-Alanine was synthesized according to previously pub-
lished protocols [23,25].
2.2. Peptide Synthesis and Purification
The peptides were synthesized by manual Fmoc solid-phase synthesis at elevated tem-
perature using Rink Amide MBHA resin and Fmoc-protected amino acids using previously
reported protocols [26]. Final peptides were uncapped at the N-terminus and contained
C-terminal amide group. Coupling of Fmoc-β-(1-Azulenyl)-L-Alanine was performed
for 30 min at room temperature. Cleavage of the peptides from the resin and side-chain
deprotection were simultaneously achieved by treatment with a mixture of trifluoroacetic
acid (TFA)/H2O/triisopropyl silane (TIS) (95:2.5:2.5, v/v) for 2 h at room temperature.
The crude peptides were precipitated and washed with cold methyl-tert-butyl ether and
purified on a Shimadzu (Kyoto, Japan) preparative reverse phase High-Performance Liquid
Chromatography system with a Jupiter C4 preparative column (Phenomenex, Torrance,
CA USA), using a linear gradient of solvent A (0.1% TFA in MilliQ water) and solvent B
(90% CH3CN, 9.9% MilliQ water, 0.1% TFA). A gradient of 35–65% of solvent B was used at
a flow rate of 20 mL/min for 30 min to purify the peptides. The identities of the peptides
were confirmed using a Bruker (Billerica, MA USA) MALDI-TOF mass spectrometer. Purity
of the obtained peptides was evaluated on an Agilent Infinity II 1260 (Santa Clara, CA
USA) with an analytical Zorbax Eclipse XDB-C18 column by Agilent (4.6 mm × 150 mm).
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Peptide stock solutions in water were prepared from the lyophilized powder (<90% purity).
Lyophilized peptides are stable at −20 ◦C for three months, and solutions of peptides need
to be prepared immediately before the experiment.
2.3. Trypsin Digestion
Pure lyophilized buCATHL4B (WWW) peptides were dissolved in MilliQ water
(obtained using Elix Millipore, Burlington, MA USA) and syringe filtered (0.2 micron,
6500 rpm for 10 min) prior to checking concentration. The concentration of WWW peptide
was determined by measuring absorbance at 280 nm on the UV–Vis spectrophotometer
(Agilent 8453, Agilent Technologies, CA, USA) using ε280= 16,500 M−1cm−1 (Expasy). The
concentrations of AzAla variants were determined by measuring absorbance at 342 nm on
the UV–Vis spectrophotometer using ε342= 4212 M−1cm−1 [27]. The peptide stocks of 2 mM
concentration were prepared in buffer (50 mM sodium phosphate, 100 mM NaCl, pH 7.0).
Trypsin (1 mg/mL) stock was prepared fresh in buffer and serial dilutions were done for the
assay: 0.1 mg/mL, 0.01 mg/mL, 0.001 mg/mL. The reaction samples (500 µL final volume)
were prepared in triplicate by mixing WWW (500 µM), trypsin (50 µL of 0.001 mg/mL
solution) in buffer (50 mM sodium phosphate, 100 mM NaCl, pH 7.0). The trypsin digest
was monitored on the HPLC (Shimadzu) every 15 min at room temperature by following
the peak of undigested peptide. Identity of various peaks in HPLC chromatogram were
identified by MALDI-TOF. For this, fractions containing peptides corresponding to different
peaks on HPLC were collected, lyophilized, and redissolved in 10 µL of solvent B (90%
acetonitrile, 9.9% MilliQ water and 0.1% TFA); 10 µL of solvent A (99.9% MilliQ water and
0.1% TFA), and then 2 µL of CHCA (α-Cyano-4-hydroxycinnamic acid) matrix was added
(1:10 proportion) and the mixture was loaded onto the MALDI target.
2.4. Circular Dichroism Spectroscopy
The circular dichroism (CD) spectra were acquired on the Jasco J-715 CD spectrometer
(Easton, MD USA) collecting 64 scans (4 s averaging time) for each spectrum and using a
quartz cuvette with a 1 cm path length. The measurements were performed on samples
containing peptides (5 µM) in buffer (5 mM phosphate, 10 mM NaCl, pH 7.0) in the
presence and in the absence of vesicles (250 µM of 100% POPC). Care was taken that the
sample absorbance never exceeded 1.5 at all wavelengths to produce reliable ellipticity
values. Mean residue ellipticity (MRE; deg × cm2 × dmol−1) values were calculated using
the following equation, where θ is ellipticity (mdeg), l is pathlength (cm), C is peptide
concentration (M), and N is number of residues.
MRE =
θ
10 ∗ C ∗ l ∗ N (1)
2.5. Fluorescence
Fluorescence data for the peptides were obtained on a JY-Horiba 914D fluoromax-2
spectrofluorometer (Horiba Scientific, NJ USA) at room temperature. Emission spectra
measurements were taken in Spectrosil quartz cuvettes (Starna Cells, Atascadero, CA USA;
1 cm path length cuvette, sample volume 2 mL) using a 5 mm excitation slit width and
5 mm emission slit width for spectra. The measurements were performed on samples
containing peptides (2 µM) in buffer (50 mM sodium phosphate, 150 mM NaCl, pH 7.0).
The excitation wavelength used to excite AzAla was 342 nm. Fluorescence emission spectra
were recorded over the range of 355 nm to 455 nm. To excite tryptophan, the excitation
wavelength used was 280 nm. Fluorescence emission spectra were recorded over the range
of 300 to 400 nm.
2.6. Preparation of Peptide in Vesicles
Solid POPC (12.5 mg) was dissolved in chloroform (0.5 mL) to make a lipid stock
(16.5 mM). This stock (303 µL) was pipetted into a glass vial and dried with nitrogen gas
and then under vacuum for 1 h. Then, ethanol (10 µL of 100%) was added to the film
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and vortexed until the film was completely dissolved. This was further resuspended in
PBS buffer (5 mM sodium phosphate, 10 mM NaCl, pH 7.0) containing peptide (final
concentration = 2 µM).
2.7. Minimal Inhibitory Concentration and Minimal Bactericidal Concentration Analysis
Bacteria were streaked from frozen glycerol stocks onto LB agar plates (E. coli D31,
S. aureus ATCC 35556, P. aeruginosa PA-01, A. baumannii ATCC 19609). The plates were
incubated at 37 ◦C for ~18 h to allow growth. An individual colony from each plate was
transferred into individual sterile tubes containing 3 mL of Muller Hinton (MH) broth
and subsequently incubated for 18 h with shaking (225 rpm) at 37 ◦C. An aliquot of this
culture was then diluted with fresh MH broth (1:250) and further incubated with shaking
(225 rpm) at 37 ◦C until an OD600 of 0.2–0.4 was reached. This mid-log culture was then
diluted to 5 × 105 CFU/mL in fresh MH broth. Serially diluted peptides were dispensed
in a 96-well plate such that the final concentration in each well would be in the range of
15 µM to 0.234 µM. Then, 90 µL of the freshly diluted culture was transferred to the 96-well
plate, yielding a final volume of 100 µL. The 96-well plate was covered and transferred to
a humidified incubator at 37 ◦C for 18 h. The growth and inhibition of bacterial growth
were determined by measuring OD600 directly in the plate and comparing to an untreated
control. The Minimum Bactericidal Concentration (MBC) was determined by transferring
1 µL of culture from each well of the MIC plate onto fresh LB agar plates and allowed to
incubate overnight at 37 ◦C. MBC is determined by the corresponding concentration from
the MIC plate that resulted in no colony growth.
2.8. E. coli Outer Membrane Permeability
An individual colony of E. coli D31 was transferred into a sterile tube containing 3 mL
of Luria Bertani (LB) broth supplemented with 100 µg/mL of ampicillin and subsequently
incubated for 18 h with shaking (225 rpm) at 37 ◦C. An aliquot of this culture was then
diluted with fresh LB broth (1:250) again supplemented with 100 µg/mL of ampicillin to
induce the expression of β-lactamase and further incubated for with shaking (225 rpm)
at 37 ◦C until the culture reached an OD600 of 0.2–0.4. The culture was then centrifuged
at 2500 rpm for 15 min in a benchtop clinical centrifuge (Clay Adams), the supernatant
was discarded, and the pellet was resuspended in an equal volume of PBS (100 mM
sodium phosphate, 200 mM NaCl, pH 7). Peptides were serially diluted in 0.01% acetic
acid in the same concentration ranges as used in the MIC experiments. A series of the
antimicrobial peptide polymyxin B sulfate was included as a positive control. In a clear,
flat bottom 96-well plate, 10 µL of the serially diluted peptide was added to each well
followed by 80 µL of the resuspended E.coli culture, and 10 µL of 5 mg/mL nitrocefin
substrate (dissolved in PBS). Immediately upon the addition of the substrate, the samples
were briefly mixed by pipetting and absorbance at 486 nm was measured every 5 min for
total of 90 min. Data reported is the average of 3 replicates.
2.9. E. coli Inner Membrane Permeability
An individual colony of E. coli D31 was transferred into a sterile tube containing 3 mL
of Luria Bertani (LB) broth and subsequently incubated for 18 h with shaking (225 rpm) at
37 ◦C. An aliquot of this culture was then diluted with fresh LB broth (1:250) supplemented
with 100 µL of 100 mM IPTG to induce the expression of β-galactosidase and further
incubated for with shaking (225 rpm) at 37 ◦C until the culture reached an OD600 of 0.2–0.4.
Peptides were serially diluted in 0.01% acetic acid in the same concentration ranges as used
in the MIC experiments. A series of the detergent cetyl-trimethyl ammonium bromide
(CTAB) was included as a positive control. In a clear, flat bottom 96-well plate, 10 µL of
the serially diluted peptide was added to each well followed by 56 µL Z-buffer (60 mM
Na2HPO4, 40 mM NaH2PO4, 10 mM KCl, 1mM MgSO4, 50 mM β-mercaptoethanol, pH 7),
19 µL of the E.coli culture, and 15 µL of 4 mg/mL ONPG substrate (dissolved in Z-buffer).
Immediately upon the addition of the ONPG, the samples were briefly mixed by pipetting
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and absorbance at 420 nm was measured every 5 min for total of 90 min. Data reported is
the average of 3 replicates.
2.10. Hemolysis
Fresh defibrinated blood from sheep (Hardy Diagnostics, Santa Maria, CA, USA)
was transferred to a sterile centrifuge tube and diluted 10-fold with cold, sterile PBS for
a total of 15 mL. The sample was centrifuged for 6 min in a clinical benchtop centrifuge.
The supernatant was removed, and the pellet was gently resuspended to 15 mL with
PBS. This was repeated for a total of 3 washes. After the 3rd centrifugation, the pellet
was resuspended in PBS and 90 µL of the red blood cells (RBCs) were transferred to each
well of a 96-well round-bottom plate containing 10 µL serially diluted peptides for a final
volume of 100 µL in the wells. Wells containing PBS or Triton X-100 were used as the
negative and positive controls, respectively. The plate was incubated at 37 ◦C for 60 min
and subsequently centrifuged for 5 min to pellet remaining intact RBCs. Next, 6 µL of the
supernatant from each well was transferred to a new 96-well plate containing 94 µL of PBS
in each well and the absorbance of each well was measured at 409 nm and 415 nm. Percent
hemolysis was calculated by normalizing the values from the negative and positive control
wells to 0% and 100% hemolysis, respectively. All experiments were performed at least in
triplicate. Error bars represent the standard deviations.
2.11. Cytocompatibility of buCATHL4B Peptide and its Derivatives with 3T3 Cells
Pure lyophilized peptides were prepared in 25% ethanol as 10X stocks and spin-
filtered at 6500 rpm for 10 min (0.22 µm nylon membrane centrifugal filter, VWR) prior
to checking concentration. The concentrations of WWW and AzAla-substituted peptides
were determined as described in the Section 2.3.
Mouse embryonic fibroblast cells (3T3, ATCC) were a kind gift from Dr. Mary Beth
Monroe’s lab (BioInspired Institute, Syracuse University). The cells were cultured in
the complete medium consisting of Dulbecco’s Modified Eagle’s Medium (DMEM) with
4.5 g/L glucose and sodium pyruvate (Corning, Manassas, VA USA), supplemented
with 2 mM L-glutamine (Gibco, Gaithersburg, MD USA), 10% fetal bovine serum (Gibco)
and 1% penicillin–streptomycin mix (Gibco) at 37 ◦C, 5% CO2 and in high humidity
environment. When cell monolayer reached 70–80% confluency, the cells were detached
after incubation with trypsin–EDTA mixture (Gibco) and the cell quantity was determined
using hemocytometer with trypan blue (Gibco) staining to estimate the number of live cells.
After 10,000 cells per well in 100 µL were seeded into black 96-well plates with clear
bottom (Greiner Bio-One, Monroe, NC USA), the plates were incubated at 37 ◦C, 5% CO2
(high humidity) for 20–24 h. For the experiment, 80 µL of fresh complete medium and 20 µL
of 10× peptide stock (the final concentration of ethanol in the culture was 2.5%) were added,
and the plates were incubated for 5 h under cell culture conditions. Resazurin assay was per-
formed to evaluate cell viability. Resazurin was added to the final concentration of 0.67 mM
and fluorescence of resorufin, the product of resazurin reduction by living cells, was mea-
sured after 4 h of incubation using Biotek (Winooski, VT USA) Synergy 2 plate reader
(excitation at 530 nm, emission at 590 nm). Cells without peptide treatment (25% ethanol
was added instead of the peptide stock) were used as a positive control and cells treated
with 3% H2O2 (Fisher) were used as a negative control. Percent viability was calculated
as (Fpeptide treated samples − Fnegative control)/ (Fpositive control − Fnegative control) × 100% for an
average of 3 runs.
3. Results
3.1. Peptides
To test the individual effects of Trp to AzAla substitutions, we designed three variants
of buCATHL-4B in which each of the Trp residues was replaced with the non-natural amino
acid β-(1-azulenyl)-L-alanine (AzAla, Z, Table 1) [23]. BuCATHL-4B, an antimicrobial
peptide identified from genomic sequencing of five different breeds of Asian water buffalo
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(Bubalis bubalis), is a part of a 12-member family of Trp-rich peptides linked to cathelicidin
gene 4 (of 7). Based on Phyre2 simulations (Figure 1), peptide is expected to adopt alpha-
helical structure [28].
Table 1. Sequences of buCATHL-4B AzAla-derivatives used in this study (Z denotes AzAla).





Figure 1. Peptide WWW with three tryptophan residues (W) marked as W4, W6, and W8. The model
was generated using Phyre2 tool and then visualized in PyMOL.
3.2. Antimicrobial Activity
The original study on buCATHL-4B confirmed peptide’s antimicrobial activity against
both Gram-positive and Gram-negative bacteria [29]. The peptide increased bacterial
membrane permeability and at low concentrations was shown to enhance the expression of
several proinflammatory cytokines [29]. The antimicrobial activity of the peptides against
Gram-positive S. aureus and Gram-negative E. coli, P. aeruginosa, and A. baumannii was
determined using a traditional broth microdilution assay. The results are shown in Table 2
and compared to the previously reported activity of the parent peptide (WWW) [30]. While
MIC determines the lowest concentration of peptide required to inhibit bacterial growth, it
does not inform on the mechanism of this process. Thus, minimal bactericidal concentration
(MBC) was determined by plating treated bacterial cultures on antibiotic-free solid media
(Table 2, Supplemental Figure S1). The MBC results closely tracked with the MIC values,
indicating the peptides are acting in a bactericidal manner and not by bacterial growth
arrest. These results indicate that the substitution of Trp with AzAla has minimal, if any,
effect on antimicrobial activity, with the possible exception of Z8 which exhibited a 4-fold
decrease in MBC for Gram-negative S. aureus compared to the wild type peptide.
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Table 2. Bacterial growth inhibition/killing concentration (µM).
E. coli S. aureus P. aeruginosa A. baumannii
MIC MBC MIC MBC MIC MBC MIC MBC
Z4 7.50 7.50 7.50 7.50 >15 >15 7.50 7.50
Z6 7.50 7.50 1.88 1.88 >15 >15 3.75 7.50
Z8 7.50 7.50 7.50 15.00 >15 >15 7.50 7.50
WWW a 7.50 7.50 3.75 3.75 15.00 >15 3.75 3.75
a Data from ref. [30].
3.3. Bacterial Membrane Permeabilization
The widely accepted mechanism of action for many AMPs is the permeabilization of
the bacterial membrane. To investigate the influence of substitutions on peptide’s activity,
the AzAla-containing peptides were screened for the ability to disrupt the E. coli outer and
inner membranes [31,32]. Briefly, membrane impermeable chromogenic substrates were
used to assay for compartment-specific enzymes in the periplasmic space (β-lactamase
and substrate nitrocefin, to assay outer membrane permeability) and the cytoplasm (β-
galactosidase and substrate ONPG, to assay inner membrane permeability) [33,34]. An
increase in membrane permeability allows enhanced transport of the substrates across
the membrane allowing enzymatic hydrolysis, resulting in a chromophore detectable by
absorbance spectroscopy. Interestingly, none of the AzAla-substituted peptides caused any
outer membrane permeabilization, as opposed to the parent peptide (Figure 2A, Figures S2
and S3). In contrast, while the parent, Z4, and Z8 peptides induced no permeabilization
of the inner membrane, the Z6 peptide caused some delayed damage beginning after
20–30 min of exposure to the highest test concentrations (15 µM and 7.5 µM).
Figure 2. Bacterial membrane permeabilization. The permeabilization of the bacterial (A) outer membrane and (B) inner
membrane is shown after 30 min of exposure to peptides. The chromogenic substrates used are (A) nitrocefin and (B) ONPG.
Data shown are the averages of 3 trials with standard deviations.
3.4. Circular Dichroism to Determine Peptide Structural Effects
The proposed mechanism of action for AMPs often involves the formation of an
α-helical secondary structure upon binding to the bacterial membrane surface [35–37]. This
structural transition is important for helical AMPs as it results in the formation of a facially
amphiphilic structure with hydrophobic amino acids sequestered to one face of the helix,
promoting membrane insertion. Circular dichroism (CD) can be used to unambiguously
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determine peptide secondary structure [38]. We determined the secondary structure
of the AzAla-substituted peptides in buffer solution and in the buffer supplemented
with phospholipid POPC (1-palmitoyl-2-oleoyl-glycero-3-phosphocholine). All peptides
adopted mostly helical structure as expected [29], and interaction with lipid vesicles did
not change the structure much (Figure 3).
Figure 3. Circular dichroism (CD) spectra of peptides without (solid line) and with POPC lipid (dotted line). Conditions:
[peptides] = 5 µM, [POPC] = 250 µM, buffer = 5 mM phosphate, 10 mM NaCl, pH 7.0.
3.5. Fluorescence Studies
The ultimate goal is to demonstrate that AzAla is a suitable substitution for tryptophan
in fluorescence experiments; AzAla has a number of spectroscopic properties that make it
a unique tool for studies of the mechanism of action of AMPs.
Azulene has an absorption spectrum with transitions distinctly different from those of
native tryptophan. The AzAla spectrum is dominated by S1–S0, S2–S0, and S3–S0 transitions,
centered around 600 nm, 342 nm, and 280 nm, respectively. The S1–S0 transition has a
low extinction coefficient (~400 cm−1M−1) and does not lead to fluorescence; the S3–S0
transition overlaps with the Trp absorption spectrum. However, the S2–S0 transition is both
distinct from the Trp absorbance bands and exhibits extinction coefficients and quantum
yield similar to Trp in the 280 nm region (Figure S4). The resulting fluorescence emission
spectrum of the peptide containing AzAla is compared to the native peptide that has only
Trps in Figure 4. Due to the spectral properties, the S2 transition of AzAla can be selectively
excited in the presence of Trp (Figure 4B). The selective excitation of the AzAla amino acid
(λex = 342 nm) in the presence of Trp allows for direct interrogation of the single aromatic
residue without cross-excitation of the others. This provides for less ambiguity in the
analysis of the environment around the AzAla [22,23].
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Figure 4. Fluorescence emission spectra of peptides when excited at 280 nm (A) and 342 nm (B). Conditions:
[peptides] = 2 µM, buffer = 50 mM phosphate, 150 mM NaCl, pH 7.0.
3.6. Protease Degradation
For the following experiment we chose trypsin (human endopeptidase that cleaves at
arginine or lysine) due to the availability of this protease, although it is mostly found in the
digestive system. The goal of this experiment was to provide a proof-of-concept evidence
that non-natural amino acids can provide a proteolytic protection. Peptides composed of
natural amino acids are susceptible to proteolytic degradation [39]. Proteolytic degradation
of peptides is one of the defenses bacteria developed against AMPs; therefore, therapeutic
application of peptides and their materials require resistance to proteases [40,41]. In order
to gain proteolytic stability, several approaches have been used: (1) changing chirality of
peptide from L to D [42–46], (2) mixing L and D peptides [47], (3) use of peptidomimet-
ics [48], and (4) introducing non-natural amino acids [49]. Addition of AzAla to the peptide
sequence increases stability of the AMP, with Z8 being the most tolerant to the protease
(Figure 5). The mechanism of proteolytic degradation of WWW by trypsin is described in
the Figure S5 and Table S1.
Figure 5. Presence of AzAla in the sequence makes peptides less susceptible to proteolytic degrada-
tion. Absorbance of original peptide mixed in a solution with the protease trypsin was monitored
over time using analytical HPLC.
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3.7. Cytocompatibility of AzAla-Containing Peptides
An important aspect that makes AMPs an attractive target for therapeutic develop-
ment is the low toxicity these molecules generally exhibit towards host cells. However,
with the incorporation of non-natural amino acids, confirming that these modified AMPs
retain low levels of cytotoxicity is critical. A widely utilized model system for initial
screening for cytotoxicity is a hemolysis assay. The assay relies on the measurement of
leakage of hemoglobin from ovine red blood cells (RBCs). Upon incubating the peptides
with RBCs, the amount of hemoglobin that has leaked out of the cells is measured using its
natural Soret band absorbance at 415 nm. The percent hemolysis exhibited in the samples
is calculated by comparing the leakage induced by peptides to that induced by a detergent
(positive control) and buffer (negative control). The results are shown in Figure 6. The par-
ent peptide, WWW, induced ~34% hemolysis at the highest concentration tested of 15 µM,
and ~15% hemolysis at 7.5 µM which represents the MIC values of P. aeruginosa and E. coli,
respectively. Notably, all of the peptides with the AzAla substitution showed a decrease in
hemolysis across all concentrations tested. Specifically, the Z4 and Z8 peptides exhibited a
95% and 89% reduction in hemolysis compared to WWW at 15 µM, respectively. The Z6
peptide exhibited a less dramatic reduction in hemolysis, ~14% at 15 µM representing a
64% reduction.
Figure 6. Hemolysis of red blood cells (RBCs) as measured by absorbance at 415 nm.
The mammalian cell cytocompatibility of AzAla-substituted peptides was also tested
using 3T3 mouse fibroblasts. After cells were incubated with peptides for 5 h, the metabolic
activity of cells was assessed using a resazurin-based assay. The amount of living cells is
determined based on the fluorescence of resorufin, the product of resazurin reduction by
mitochondrial enzymes, which are only active if cells are actively respiring (Figure 7).
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Figure 7. Cytocompatibility of 3T3 mouse fibroblast cells as measured by resazurin assay.
4. Discussion
In this work, we establish AzAla as a conservative replacement for Trp that changes
a peptide’s secondary structure, interaction with lipids, MIC, and even improves the
hemolytic and cytocompatibility profiles. The ability to use AzAla in place of Trp is
an important tool to deconvolute the contribution of individual tryptophan residues in
multi-Trp AMPs to further develop effective antimicrobial agents and a thorough structure-
activity relationship in this class of peptides. This approach could also be extended to
multi-Trp containing proteins. Additionally, the incorporation of non-natural amino acids
improves the resistance of these peptides to proteolytic digestion which may prove to be
effective in improving bioavailability.
Naturally occurring AMPs have a wide range of sequences and some have been
shown to exhibit dramatic changes in efficacy upon one or more amino acid substitutions.
First, we tested the antimicrobial activity of AzAla-substituted peptides against several
clinically relevant Gram-negative and Gram-positive strains of bacteria. Antimicrobial
efficacy of the wild type peptide and its AzAla-substituted analogs was determined by
minimal inhibitory concentration (MIC) and minimal bactericidal concentration (MBC)
assays. The data showed that Trp→AzAla substitutions did not impact the MIC and MBC
values much when compared to the WT peptide. Notably, the MBC values indicate that
the peptides are all acting in a bactericidal manner.
The interaction with a bacterial cell wall is important for the activity of AMPs de-
spite of the mechanism of action. The alteration in amino acid composition can affect the
initial interaction and, consequently, the properties of the peptide. The substitution of
tryptophan, which is known to interact with the bilayer/headgroup interface, by AzAla
can possibly alter the peptide–lipid interactions due to the difference in the side chains.
Considering binding to the bacterial membrane is a critical step in antimicrobial activity,
we examined if the Trp→AzAla substitution had a negative effect on outer and inner
membrane permeabilization using E. coli as a model organism. Enzymatic reporter assays
utilizing chromophoric substrates showed that substituted peptides induced significantly
less outer membrane permeabilization but similar levels of inner membrane permeabiliza-
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tion compared to the WT. This is especially interesting as several groups have reported that
Trp-rich AMPs may act through an intracellular mechanism [50–53]. This is consistent with
our results presented here, as the loss of outer membrane permeabilization in the AzAla
peptides did not correspond to any changes in the MIC or MBC against E. coli.
Structurally, the CD of the free peptides and peptides inserted into model membranes
also showed that Trp→AzAla substitution did not alter AMP structure in the buffer and
membrane-mimetic membrane. This indicates that the helical propensity of the AzAla-
containing peptides is similar to the Trp-containing peptides, which is consistent with
previous reports on this amino acid substitution in other peptide backbones [23,24,27];
however, any quantification of the helical propensity would require significant further
experimentation. Retention of the helical conformation of the peptide is important when
interpreting the proteolytic digestion assays. The data clearly show the substitution pro-
vides protection from the proteolytic degradation by trypsin which preferentially cleaves
peptide bonds on the C-terminal side of the cationic residues Lys and Arg. As there are no
significant changes in the secondary structure of the peptide, these changes in susceptibility
are therefore likely caused by the enzyme losing efficiency at recognizing or binding to
the peptide with the non-natural amino acid. Further, the Z8 peptide showed the greatest
resistance to trypsin, which we speculate is because this residue is the closest to the cationic
residues in the peptide which the trypsin recognizes and cleaves. While this hypothesis
requires further testing, it provides some guidance as to targeted replacements of natural
amino acids with non-natural ones in the design of novel AMPs.
The importance of engineering protease resistance in AMPs is twofold. Numerous
proteases exist at the site of an infection. Bacterial proteases promote invasion and delay
wound healing [54]. Proteolytic degradation of peptides is one of the defense mechanisms
that bacteria developed against antimicrobial peptides; therefore, therapeutic application
of peptides require resistance to proteases [40]. Additionally, human matrix metallopro-
teinases are overproduced in chronic wounds, contributing to delayed would healing [55].
We utilized a commonly available trypsin protease to demonstrate that AzAla can indeed
provide resistance to protease degradation. As the initial experiments showed promising
results, peptides’ resistance towards bacterial and human proteases will be further investi-
gated. Specifically of interest would be characterization of resistance to proteinase K—a
bacterial serine protease that cleaves peptide bonds at the carboxylic sides of aliphatic, aro-
matic, or hydrophobic amino acids [56], and aureolysin-metalloprotease from S. aureus that
cleaves at hydrophobic side chains [57,58] and elastase [59]. Beyond infection site proteases,
digestion by proteases in the GI tract is a major hurdle to oral bioavailability of AMPs in a
therapeutic application [60,61]. Several groups have shown that the incorporation of non-
natural amino acids has improved the stability of AMPs to a variety of proteases [2,62,63].
The results shown for all three peptides with a single AzAla substitution are consistent
with this trend.
The antimicrobial efficacy of the AzAla-containing AMPs is only valuable if the
molecules retain the traditionally low cytotoxicity of naturally occurring AMPs. Cytotox-
icity was tested by hemolysis of red blood cells and by fibroblast viability assay. Both
approaches demonstrated that AzAla substitution improved the biocompatibility of the
AzAla-containing buCATHL-4B analogs with mammalian cells. Hemolysis is often used as
an initial estimate of peptide toxicity [64,65], while cytocompatibility assay with fibroblast
cells is a more precise method to measure the toxicity of AMPs against skin. The results
of both approaches are consistent with the literature data for the wild type (WWW) pep-
tide [29], and AzAla-substituted variants exhibited improved cytocompatibility. While the
exact mechanism of cytotoxicity from buCATHL-4B has not been demonstrated, the AzAla
substitution clearly counteracts this mechanism.
The combination of increased cytocompatibility and resistance to trypsin are promising
early data for the further development of these peptides as antimicrobial therapeutics. By
maintaining the antimicrobial efficacy but reducing the cytotoxicity, the AzAla substitution
effectively increases the therapeutic window available for these AMPs. Naturally, further
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investigation in animal models would be necessary to develop a more precise toxicity
profile, but the initial results are nonetheless promising.
Beyond the direct case of buCATHL-4B, these results support the application of the
AzAla amino acid in the design and development of novel AMPs, as well as in peptide
therapeutics with other targets. Specifically, the AzAla could be considered for incor-
poration into a variety of different Trp-rich AMPs such as Tritpticin, indolicidin, and
lactoferricin [50,66]. Other Trp-containing AMPs are equally attractive for exploring these
substitutions, such as the gramicidins and the clinically approved Daptomycin, as well as
potential substitutions for other aromatic residues in clinically relevant antimicrobials like
polymyxin B and Teixobactin, which both contain aromatic groups [60,67–70]. Further, all
peptide therapeutics can be approached from a SAR lens to improve efficacy, bioavailability,
and cytocompatibility. Examples of clinically approved peptide therapeutics that contain
a Trp residue include Afamelanotide, Semaglutide, and Enfurvitide [71,72]. On a more
fundamental level, characterization of the basic biochemical and biophysical properties
of non-natural amino acids is essential to designing novel peptides for specific function.
Simply put, one of the significant challenges to protein and peptide design using non-
natural amino acids is the lack of detailed information on amino acid characteristics in
a wide range of sequences or environments. Through careful and systematic characteri-
zation, the application of non-natural amino acids in protein and peptide design can be
greatly enhanced.
5. Conclusions
In summary, we investigated if non-natural amino acid AzAla could be used to replace
tryptophan in one AMP sequence that naturally contains three tryptophan side chains.
Fluorescence studies of AzAla-substituted peptides showed that AzAla could be excited
separately from the remaining present tryptophan residues. CD experiments confirmed
that the structure of the peptide does not change much as compared to the original peptide
in the buffer and also in lipid vesicles; therefore, AzAla is a suitable replacement for the
tryptophan in AMPs and could be used to study the mechanism of AMP function. In
addition, we found that the substitution confers a number of benefits onto the original
peptide. AzAla-substituted peptides have lower hemolysis and higher cytocompatibility as
compared to the WT peptide, while preserving original antimicrobial efficacy. In addition,
we demonstrated that AzAla provides protection against proteases, such as trypsin. Cur-
rently, we are investigating if AzAla-containing peptides also survive longer in the presence
of naturally occurring proteases on the mammalian skin surface. Taken together, our work
concludes that AzAla not only preserves natural features of antimicrobial peptides, but
also provides beneficial properties. Therefore, AzAla as a Trp analog could be used in other
multi-Trp AMPs, such as porcine host defense peptides Tritrpticin [73] or Lys-C (fragment
of hen egg white lysozyme [74]). The machinery to incorporate AzAla into bigger proteins
is available [75]. Given the rise in antibiotic resistance [76], these findings might result in
more efficient AMPs for biomedical applications.
Overall, the AzAla amino acid has the potential to become a useful tool in the design
and development of novel, functional peptides. The unique spectral properties coupled
with the apparent beneficial impacts on cytocompatibility, and protease resistance can yield
application to a number of fundamental and therapeutic systems.
Supplementary Materials: The following are available online at https://www.mdpi.com/2218-2
73X/11/3/421/s1, Figure S1: Minimal Bactericidal Concentration (MBC). MBC was carried out by
transferring 1 µL from each well of the MIC experimental 96-well plates onto antibiotic-free LB agar
and allowed to grow overnight at 37 ◦C. Plates were photographed the next morning and MBC was
determined visually by the presence/lack of colony growth., Figure S2: Time course of E. coli outer
membrane leakage. Ezymatic hydrolysis of nitrocefin by β-lactamase was determined by increases in
absorbance at 486 nm. The samples were monitored in 5-min intervals for a total of 90 min. Samples
contained varying amounts of serially diluted peptides (A) Z4, (B) Z6, (C) Z8, or (D) Polymyxin-B
sulfate. Peptide concentrations shown are in micromolar units. Data shown are the averages of
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3 trials with standard deviations (in some cases smaller than the symbol size)., Figure S3: Time
course of E. coli inner membrane leakage. Ezymatic hydrolysis of ONPG by β-galactosidase was
determined by increases in absorbance at 420 nm. The samples were monitored in 5-minute intervals
for a total of 90 min. Samples contained varying amounts of serially diluted peptides (A) Z4, (B) Z6,
(C) Z8, or (D) CTAB. Peptide concentrations shown are in micromolar while CTAB concentrations
are in millimolar units. Data shown are the averages of 3 trials with standard deviations (in some
cases smaller than the symbol size)., Figure S4. Absorption spectra of AzAla-substituted peptides.,
Figure S5. Trypsin digest of WWW peptide (AIPWIWIWRLLRKG) (A). Overlay of chromatograms
acquired at various time points after peptide and trypsin were mixed. The inset graph shows the
percentage of undigested peptide peak area monitored over time. Identity of peaks was established
by MALDI-TOF using the sample that was digested for 4 hours (see Table S1 below). (B) MALDI-TOF
analysis of peak with retention time of 8.3 min: m/z peak at 1237 Da was assigned to AIPWIWIWR
peptide segment. (C) MALDI-TOF analysis of peak with retention time of 8.59 min. The peak at 1802
Da was assigned to the undigested peptide. (D) MALDI-TOF analysis of the peak with retention
time of 8.87 min. The peak at 1618 Da corresponds to AIPWIWIWRLLR peptide segment. Table S1.
Fragments of peptides observed by MALDI-TOF after trypsin digestion. Individual fragments were
identified by collecting various peaks after HPLC separation.
Author Contributions: Investigation—A.R.D., M.R.N., and A.K.; writing—original draft preparation,
G.A.C. and O.V.M.; writing—review and editing, G.A.C., O.V.M., A.R.D., and A.K.; funding acquisi-
tion, G.A.C. and O.V.M. All authors have read and agreed to the published version of the manuscript.
Funding: This research was funded by the CUSE Seed Grant to O.V.M., M.R.N. was supported
in part by a fellowship from the Rowan University College of Science & Mathematics Summer
Undergraduate Research Program.
Institutional Review Board Statement: Not applicable.
Informed Consent Statement: Not applicable.
Data Availability Statement: Not applicatble.
Acknowledgments: Authors would like to thank Christos Costeas for making some of the AzAla-
substituted peptides and Oleksii Zozulia for preparing some of the Fmoc-AzAla amino acid.
Conflicts of Interest: The authors declare no conflict of interest.
References
1. Makhlynets, O.V.; Caputo, G.A. Characteristics and therapeutic applications of antimicrobial peptides. Biophys. Rev. 2021,
2, 011301. [CrossRef]
2. Arias, M.; Aramini, J.M.; Riopel, N.D.; Vogel, H.J. Fluorine-19 NMR spectroscopy of fluorinated analogs of tritrpticin highlights a
distinct role for Tyr residues in antimicrobial peptides. Biochim. Biophys. Acta Biomembr. 2020, 1862, 183260. [CrossRef] [PubMed]
3. Li, S.; Wang, Y.; Xue, Z.; Jia, Y.; Li, R.; He, C.; Chen, H. The structure-mechanism relationship and mode of actions of antimicrobial
peptides: A review. Trends Food Sci. Technol. 2021, 109, 103–115. [CrossRef]
4. Shirley, D.J.; Chrom, C.L.; Richards, E.A.; Carone, B.R.; Caputo, G.A. Antimicrobial activity of a porphyrin binding peptide. Pept.
Sci. 2018, 110, e24074. [CrossRef] [PubMed]
5. Zelezetsky, I.; Tossi, A. Alpha-helical antimicrobial peptides—Using a sequence template to guide structure-activity relationship
studies. Biochim. Biophys. Acta Biomembr. 2006, 1758, 1436–1449. [CrossRef]
6. Jenssen, H.; Hamill, P.; Hancock, R.E.W. Peptide Antimicrobial Agents. Clin. Microbiol. Rev. 2006, 19, 491–511. [CrossRef]
7. Yeaman, M.R.; Yount, N.Y.; Hauger, R.L.; Grigoriadis, D.E.; Dallman, M.F.; Plotsky, P.M.; Vale, W.W.; Dautzenberg, F.M.
Mechanisms of Antimicrobial Peptide Action and Resistance. Pharmacol. Rev. 2003, 55, 27–55. [CrossRef]
8. Edwards, I.A.; Elliott, A.G.; Kavanagh, A.M.; Zuegg, J.; Blaskovich, M.A.T.; Cooper, M.A. Contribution of Amphipathicity
and Hydrophobicity to the Antimicrobial Activity and Cytotoxicity of β-Hairpin Peptides. ACS Infect. Dis. 2016, 2, 442–450.
[CrossRef] [PubMed]
9. Greco, I.; Molchanova, N.; Holmedal, E.; Jenssen, H.; Hummel, B.D.; Watts, J.L.; Håkansson, J.; Hansen, P.R.; Svenson, J.
Correlation between hemolytic activity, cytotoxicity and systemic in vivo toxicity of synthetic antimicrobial peptides. Sci. Rep.
2020, 10, 13206. [CrossRef]
10. Kishi, R.N.I.; Stach-Machado, D.; Singulani, J.D.L.; dos Santos, C.T.; Fusco-Almeida, A.M.; Cilli, E.M.; Freitas-Astúa, J.; Picchi, S.C.;
Machado, M.A. Evaluation of cytotoxicity features of antimicrobial peptides with potential to control bacterial diseases of citrus.
PLoS ONE 2018, 13, e0203451. [CrossRef]
11. Kuroda, K.; Caputo, G.A.; DeGrado, W.F. The Role of Hydrophobicity in the Antimicrobial and Hemolytic Activities of
Polymethacrylate Derivatives. Chem. Eur. J. 2009, 15, 1123–1133. [CrossRef]
Biomolecules 2021, 11, 421 16 of 18
12. Mescola, A.; Marín-Medina, N.; Ragazzini, G.; Accolla, M.; Alessandrini, A. Magainin-H2 effects on the permeabilization and
mechanical properties of giant unilamellar vesicles. J. Colloid Interface Sci. 2019, 553, 247–258. [CrossRef]
13. Mihajlovic, M.; Lazaridis, T. Charge distribution and imperfect amphipathicity affect pore formation by antimicrobial peptides.
Biochim. Biophys. Acta Biomembr. 2012, 1818, 1274–1283. [CrossRef]
14. Tachi, T.; Epand, R.F.; Epand, R.M.; Matsuzaki, K. Position-Dependent Hydrophobicity of the Antimicrobial Magainin Peptide
Affects the Mode of Peptide-Lipid Interactions and Selective Toxicity. Biochemistry 2002, 41, 10723–10731. [CrossRef] [PubMed]
15. Sinkeldam, R.W.; Greco, N.J.; Tor, Y. Fluorescent Analogs of Biomolecular Building Blocks: Design, Properties, and Applications.
Chem. Rev. 2010, 110, 2579–2619. [CrossRef]
16. Eftink, M.R. Fluorescence Techniques for Studying Protein Structure. Methods Biochem. Anal. 1991, 35, 127–205. [CrossRef]
17. Chen, Y.; Barkley, M.D. Toward Understanding Tryptophan Fluorescence in Proteins. Biochemistry 1998, 37, 9976–9982. [CrossRef]
18. Callis, P.R.; Vivian, J.T. Understanding the variable fluorescence quantum yield of tryptophan in proteins using QM-MM
simulations. Quenching by charge transfer to the peptide backbone. Chem. Phys. Lett. 2003, 369, 409–414. [CrossRef]
19. Gosavi, P.M.; Korendovych, I.V. Minimalist IR and fluorescence probes of protein function. Curr. Opin. Chem. Biol. 2016, 34,
103–109. [CrossRef]
20. Eftink, M.R. Fluorescence methods for studying equilibrium macromolecule-ligand interactions. Methods Enzymol. 1997, 278,
221–257. [CrossRef]
21. Eftink, M.R.; Shastry, M. C Fluorescence methods for studying kinetics of protein-folding reactions. Methods Enzymol. 1997, 278,
258–286. [CrossRef]
22. Royer, C.A. Probing Protein Folding and Conformational Transitions with Fluorescence. Chem. Rev. 2006, 106, 1769–1784.
[CrossRef]
23. Moroz, Y.S.; Binder, W.; Nygren, P.; Caputo, G.A.; Korendovych, I.V. Painting proteins blue: β-(1-azulenyl)-L-alanine as a probe
for studying protein–protein interactions. Chem. Commun. 2013, 49, 490–492. [CrossRef]
24. Ridgway, Z.; Picciano, A.L.; Gosavi, P.M.; Moroz, Y.S.; Angevine, C.E.; Chavis, A.E.; Reiner, J.E.; Korendovych, I.V.; Caputo, G.A.
Functional characterization of a melittin analog containing a non-natural tryptophan analog. Biopolymers 2015, 104, 384–394.
[CrossRef]
25. Loidl, G.; Musiol, H.J.; Budisa, N.; Huber, R.; Poirot, S.; Fourmy, D.; Moroder, L. Synthesis of beta-(1-azulenyl)-L-alanine as a
potential blue-colored fluorescent tryptophan analog and its use in peptide synthesis. J. Pept. Sci. 2000, 6, 139–144. [CrossRef]
26. Lengyel, Z.; Rufo, C.M.; Korendovych, I.V. Preparation and Screening of Catalytic Amyloid Assemblies. Methods Mol. Biol. 2018,
1777, 261–270. [CrossRef] [PubMed]
27. Gosavi, P.M.; Moroz, Y.S.; Korendovych, I.V. β-(1-Azulenyl)-L-alanine—A functional probe for determination of pKa of histidine
residues. Chem. Commun. 2015, 51, 5347–5350. [CrossRef]
28. Kelley, L.A.; Mezulis, S.; Yates, C.M.; Wass, M.N.; Sternberg, M.J.E. The Phyre2 web portal for protein modeling, prediction and
analysis. Nat. Protoc. 2015, 10, 845–858. [CrossRef] [PubMed]
29. Brahma, B.; Patra, M.C.; Karri, S.; Chopra, M.; Mishra, P.; De, B.C.; Kumar, S.; Mahanty, S.; Thakur, K.; Poluri, K.M.; et al. Diversity,
Antimicrobial Action and Structure-Activity Relationship of Buffalo Cathelicidins. PLoS ONE 2015, 10, e0144741. [CrossRef]
30. Necelis, M.R.; Santiago-Ortiz, L.E.; Caputo, G.A. Investigation of the role of aromatic residues in the antimicrobial peptide
BuCATHL4B. Protein Pept. Lett. 2020, 27, 1–16. [CrossRef]
31. Gravel, J.; Paradis-Bleau, C.; Schmitzer, A.R. Adaptation of a bacterial membrane permeabilization assay for quantitative
evaluation of benzalkonium chloride as a membrane-disrupting agent. MedChemComm 2017, 8, 1408–1413. [CrossRef]
32. Hancock, R.E.; Wong, P.G. Compounds which increase the permeability of the Pseudomonas aeruginosa outer membrane.
Antimicrob. Agents Chemother. 1984, 26, 48–52. [CrossRef] [PubMed]
33. Arias, M.; Piga, K.B.; Hyndman, M.E.; Vogel, H.J. Improving the Activity of Trp-Rich Antimicrobial Peptides by Arg/Lys
Substitutions and Changing the Length of Cationic Residues. Biomolecules 2018, 8, 19. [CrossRef]
34. Saint-Jean, K.D.; Henderson, K.D.; Chrom, C.L.; Abiuso, L.E.; Renn, L.M.; Caputo, G.A. Effects of Hydrophobic Amino Acid
Substitutions on Antimicrobial Peptide Behavior. Probiotics Antimicrob. Proteins 2018, 10, 408–419. [CrossRef]
35. Zasloff, M. Antimicrobial peptides of multicellular organisms. Nature 2002, 415, 389–395. [CrossRef]
36. Tossi, A. Host defense peptides: Roles and applications. Curr. Protein Pept. Sci. 2005, 6, 1–3. [CrossRef]
37. Wimley, W.C. Describing the Mechanism of Antimicrobial Peptide Action with the Interfacial Activity Model. ACS Chem. Biol.
2010, 5, 905–917. [CrossRef] [PubMed]
38. Juban, M.M.; Javadpour, M.M.; Barkley, M.D. Circular Dichroism Studies of Secondary Structure of Peptides. In Antibacterial
Peptide Protocol; Shafer, W.M., Ed.; Humana Press: Totowa, NJ, USA, 1997; pp. 73–78. [CrossRef]
39. Numata, K.; Cebe, P.; Kaplan, D.L. Mechanism of enzymatic degradation of beta-sheet crystals. Biomaterials 2010, 31, 2926–2933.
[CrossRef] [PubMed]
40. Kraus, D.; Peschel, A. Molecular Mechanisms of Bacterial Resistance to Antimicrobial Peptides. Curr. Top. Microbiol. Immunol.
2006, 306, 231–250. [CrossRef]
41. Steinbuch, K.B.; Fridman, M. Mechanisms of resistance to membrane-disrupting antibiotics in Gram-positive and Gram-negative
bacteria. MedChemComm 2016, 7, 86–102. [CrossRef]
42. Bessalle, R.; Kapitkovsky, A.; Gorea, A.; Shalit, I.; Fridkin, M. All-D-magainin: Chirality, antimicrobial activity and proteolytic
resistance. FEBS Lett. 1990, 274, 151–155. [CrossRef] [PubMed]
Biomolecules 2021, 11, 421 17 of 18
43. Luo, Z.; Zhao, X.; Zhang, S. Self-Organization of a Chiral D-EAK16 Designer Peptide into a 3D Nanofiber Scaffold. Macromol.
Biosci. 2008, 8, 785–791. [CrossRef]
44. Tugyi, R.; Uray, K.; Iván, D.; Fellinger, E.; Perkins, A.; Hudecz, F. Partial D-amino acid substitution: Improved enzymatic stability
and preserved Ab recognition of a MUC2 epitope peptide. Proc. Natl. Acad. Sci. USA 2005, 102, 413–418. [CrossRef]
45. Strömstedt, A.A.; Pasupuleti, M.; Schmidtchen, A.; Malmsten, M. Evaluation of Strategies for Improving Proteolytic Resistance
of Antimicrobial Peptides by Using Variants of EFK17, an Internal Segment of LL-37. Antimicrob. Agents Chemother. 2009, 53,
593–602. [CrossRef]
46. Di Grazia, A.; Cappiello, F.; Cohen, H.; Casciaro, B.; Luca, V.; Pini, A.; Di, Y.P.; Shai, Y.; Mangoni, M.L. d-Amino acids incorporation
in the frog skin-derived peptide esculentin-1a(1−21)NH2 is beneficial for its multiple functions. Amino Acids 2015, 47, 2505–2519.
[CrossRef]
47. Swanekamp, R.J.; Welch, J.J.; Nilsson, B.L. Proteolytic stability of amphipathic peptide hydrogels composed of self-assembled
pleated β-sheet or coassembled rippled β-sheet fibrils. Chem. Commun. 2014, 50, 10133–10136. [CrossRef]
48. Molchanova, N.; Hansen, P.R.; Franzyk, H. Advances in Development of Antimicrobial Peptidomimetics as Potential Drugs.
Molecules 2017, 22, 1430. [CrossRef]
49. Oliva, R.; Chino, M.; Pane, K.; Pistorio, V.; de Santis, A.; Pizzo, E.; D’Errico, G.; Pavone, V.; Lombardi, A.; del Vecchio, P.; et al.
Exploring the role of unnatural amino acids in antimicrobial peptides. Sci. Rep. 2018, 8, 1–16. [CrossRef]
50. Haney, E.F.; Petersen, A.P.; Lau, C.K.; Jing, W.; Storey, D.G.; Vogel, H.J. Mechanism of action of puroindoline derived tryptophan-
rich antimicrobial peptides. Biochim. Biophys. Acta Biomembr. 2013, 1828, 1802–1813. [CrossRef]
51. Mishra, A.K.; Choi, J.; Moon, E.; Baek, K.-H. Tryptophan-Rich and Proline-Rich Antimicrobial Peptides. Molecules 2018, 23, 815.
[CrossRef]
52. Park, K.H.; Nan, Y.H.; Park, Y.; Kim, J.I.; Park, I.-S.; Hahm, K.-S.; Shin, S.Y. Cell specificity, anti-inflammatory activity, and
plausible bactericidal mechanism of designed Trp-rich model antimicrobial peptides. Biochim. Biophys. Acta Biomembr. 2009, 1788,
1193–1203. [CrossRef]
53. Yang, S.-T.; Shin, S.Y.; Hahm, K.-S.; Kim, J.I. Different modes in antibiotic action of tritrpticin analogs, cathelicidin-derived
Trp-rich and Pro/Arg-rich peptides. Biochim. Biophys. Acta Biomembr. 2006, 1758, 1580–1586. [CrossRef] [PubMed]
54. Lindsay, S.; Oates, A.; Bourdillon, K. The detrimental impact of extracellular bacterial proteases on wound healing. Int. Wound J.
2017, 14, 1237–1247. [CrossRef] [PubMed]
55. Mccarty, S.M.; Cochrane, C.A.; Clegg, P.D.; Percival, S.L. The role of endogenous and exogenous enzymes in chronic wounds: A
focus on the implications of aberrant levels of both host and bacterial proteases in wound healing. Wound Repair Regen. 2012, 20,
125–136. [CrossRef]
56. Saumya, M.M.; Ravisanker, V.; Polturi, T.; Suchithra, T.V. Delayed diabetic wound healing: A focus on bacterial proteases in
chronic wound and foot ulcer. Int. J. Cur. Res. Rev. 2015, 7, 36–43.
57. Suleman, L. Extracellular Bacterial Proteases in Chronic Wounds: A Potential Therapeutic Target? Adv. Wound Care 2016, 5,
455–463. [CrossRef]
58. Bjoorklind, A.; Jornvall, H. Substrate specificity of three different extracellular proteolytic enzymes from Staphylococcus aureus.
Biochim. Biophys. Acta 1974, 370, 524–529. [CrossRef]
59. Trengove, N.J.; Stacey, M.C.; Macauley, S.; Bennett, N.; Gibson, J.; Burslem, F.; Murphy, G.; Schultz, G. Analysis of the acute and
chronic wound environments: The role of proteases and their inhibitors. Wound Repair Regen. 1999, 7, 442–452. [CrossRef]
60. Chen, C.H.; Lu, T.K. Development and Challenges of Antimicrobial Peptides for Therapeutic Applications. Antibiotics 2020, 9, 24.
[CrossRef]
61. Divyashree, M.; Mani, M.K.; Reddy, D.; Kumavath, R.; Ghosh, P.; Azevedo, V.; Barh, D. Clinical Applications of Antimicrobial
Peptides (AMPs): Where do we Stand Now? Protein Pept. Lett. 2020, 27, 120–134. [CrossRef]
62. Lu, J.; Xu, H.; Xia, J.; Ma, J.; Xu, J.; Li, Y.; Feng, J. D- and Unnatural Amino Acid Substituted Antimicrobial Peptides with Improved
Proteolytic Resistance and Their Proteolytic Degradation Characteristics. Front. Microbiol. 2020, 11, 11. [CrossRef]
63. Zhao, Y.; Zhang, M.; Qiu, S.; Wang, J.; Peng, J.; Zhao, P.; Zhu, R.; Wang, H.; Li, Y.; Wang, K.; et al. Antimicrobial activity and
stability of the d-amino acid substituted derivatives of antimicrobial peptide polybia-MPI. AMB Express 2016, 6, 122. [CrossRef]
[PubMed]
64. Giano, M.C.; Ibrahim, Z.; Medina, S.H.; Sarhane, K.A.; Christensen, J.M.; Yamada, Y.; Brandacher, G.; Schneider, J.P. Injectable
bioadhesive hydrogels with innate antibacterial properties. Nat. Commun. 2014, 5, 4095. [CrossRef] [PubMed]
65. D’Souza, A.; Yoon, J.H.; Beaman, H.; Gosavi, P.; Lengyel-Zhand, Z.; Sternisha, A.; Centola, G.; Marshall, L.R.; Wehrman, M.D.;
Schultz, K.M.; et al. Nine-Residue Peptide Self-Assembles in the Presence of Silver to Produce a Self-Healing, Cytocompatible,
Antimicrobial Hydrogel. ACS Appl. Mater. Interfaces 2020, 12, 17091–17099. [CrossRef]
66. Arias, M.; Jensen, K.V.; Nguyen, L.T.; Storey, D.G.; Vogel, H.J. Hydroxy-tryptophan containing derivatives of tritrpticin:
Modification of antimicrobial activity and membrane interactions. Biochim. Biophys. Acta Biomembr. 2015, 1848, 277–288.
[CrossRef] [PubMed]
67. Karas, J.A.; Chen, F.; Velkov, T.; Schneider-Futschik, E.K.; Kang, Z.; Hussein, M.; Swarbrick, J.; Hoyer, D.; Giltrap, A.M.;
Payne, R.J.; et al. Synthesis and structure−activity relationships of teixobactin. Ann. N. Y. Acad. Sci. 2020, 1459, 86–105. [CrossRef]
68. Ling, L.L.; Schneider, T.; Peoples, A.J.; Spoering, A.L.; Engels, I.; Conlon, B.P.; Mueller, A.; Schäberle, T.F.; Hughes, D.E.;
Epstein, S.; et al. A new antibiotic kills pathogens without detectable resistance. Nature 2015, 517, 455–459. [CrossRef]
Biomolecules 2021, 11, 421 18 of 18
69. Orwa, J.; Govaerts, C.; Busson, R.; Roets, E.; Van Schepdael, A.; Hoogmartens, J. Isolation and structural characterization of
polymyxin B components. J. Chromatogr. A 2001, 912, 369–373. [CrossRef]
70. Sun, Z.; Barboiu, M. Artificial Gramicidins. Front. Chem. 2019, 7, 611. [CrossRef]
71. Agarwal, G.; Gabrani, R. Antiviral Peptides: Identification and Validation. Int. J. Pept. Res. Ther. 2021, 27, 149–168. [CrossRef]
72. de la Torre, B.G.; Albericio, F. Peptide Therapeutics 2.0. Molecules 2020, 25, 2293. [CrossRef]
73. Lawyer, C.; Pai, S.; Watabe, M.; Borgia, P.; Mashimo, T.; Eagleton, L.; Watabe, K. Antimicrobial activity of a 13 amino acid
tryptophan-rich peptide derived from a putative porcine precursor protein of a novel family of antibacterial peptides. FEBS Lett.
1996, 390, 95–98. [CrossRef]
74. Pellegrini, A.; Thomas, U.; Bramaz, N.; Klauser, S.; Hunziker, P.; von Fellenberg, R. Identification and isolation of a bactericidal
domain in chicken egg white lysozyme. J. Appl. Microbiol. 1997, 82, 372–378. [CrossRef] [PubMed]
75. Shao, J.; Korendovych, I.V.; Broos, J. Biosynthetic incorporation of the azulene moiety in proteins with high efficiency. Amino
Acids 2015, 47, 213–216. [CrossRef] [PubMed]
76. Fox, J.L. Antimicrobial peptides stage a comeback. Nat. Biotechnol. 2013, 31, 379–382. [CrossRef] [PubMed]
